Supplementary Figures
. Neighbor-joining tree based on average Ks value matrix. P. glaucus is used as the outgroup. The topology of the tree above was the same as the maximum-likelihood phylogenetic tree of Fig. 1C in the main text, and the ratios of branch-lengths were also similar to Fig. 1C . fig. S2 . Harr plot view of the 2-Mb region around dsx-HDRs on chromosome 25 between P. memnon and P. polytes. (A) The P. polytes h-allele (horizontal axis; scaffold position 0 to 2200 kb) versus the P. memnon A-allele (vertical axis; scaffold position 0 to 2200 kb). (B) The P. polytes h-allele (horizontal axis; scaffold position 0 to 2200 kb) versus the P. memnon a-allele (vertical axis; scaffold position 0 to 2200 kb). Both analyses showed a similar genome structure between the A/a allele of P. memnon and the h allele of P. polytes over 2Mb, suggesting that there is no chromosomal inversion, at least in this region around dsx-HDRs of P. memnon. Alignments and plotting were performed using NUCmer and a modified version of mummerplot in the MUMmer package (41). Notably, P. memnon scaffolds were extended manually upstream of dsx in this analysis, and we confirmed that the manual extensions were supported by more than 10 mate-pairs. fig. S3 . The normalized coverage depth of each region (1-kb window) in the dsx-HDR. The coverage depth in each 1kb window region of the dsx-HDR in 11 individuals (six mimetic, four non-mimetic females, and one AA male) was normalized to the value corresponding to homozygous regions for the A-type dsx-HDR (A) and a-type dsx-HDR (B). The repetitive and gapped regions shown in gray vertical bars were excluded from the data analyses. The normalized coverage depth was predicted to be AA: 1.0, Aa: 0.5, aa: 0 in (A), and AA: 0, Aa: 0.5, aa: 1.0 in (B). In most regions analysed, normalized data showed a correlation between genotype and phenotype, suggesting that the dimorphic structures involved in the mimetic traits appeared in all regions in the dsx-HDR of P. memnon. fig. S4 . Relation between LD and genomic distance for dsx-HDR. The indicator of LD is pairwise r 2 between biallelic SNPs, and an average r 2 is displayed for each 1 kb-bin. The lengths of three targeted regions (HDR, Left adjacent and Right adjacent) were identical (168 kb). fig. S7 . Verification of the BS junction without inversion by mate-pair mapping. Mate-pair reads (insert-sizes, 8 kb and 12 kb) were mapped to the draft genome using Bowtie2 (version 2.1.0, identity ≥95%), which included both A-and a-type dsx HDRs. Mapped pairs based on estimated insert-sizes ranged from 0.5×nominal-insert-size to 1.5×nominal-insert-size were extracted, and physical coverage depth (the number of spanning pairs) were calculated for each site. Physical coverage depth of the boundary sites exceeded 10 for all cases, thus supporting the structure of the draft genome.
fig. S5. Comparison of detailed and dimorphic structures of dsx-HDR between the

fig. S8. PCR-based verification of junction sites for the left and right BSs in dsx-HDR of P. memnon. (A, B, C)
We designed specific PCR primer sets to amplify the left and right boundary site junctions for a and A alleles, respectively (See Supplementary Methods). Using this approach, we determined that all the DNA samples tested (45 individuals) had the anticipated junction sites and directions. Additionally, there was no chromosomal inversion between a and A in dsx-HDR. The results of all samples are summarized in the bottom Table. fig fig. S12 . Fst between mimetic and nonmimetic P. memnon at CDSs or UTRs related to dsx-HDR. We calculated inter-morph (mimetic versus non-mimetic) Fst values for the genes in a similar way as described in Materials and Methods, Calculation of genetic divergence (Fst) between mimetic and non-mimetic populations, with the exception that Fst was calculated for each SNP-site, and the resultant values were averaged for each CDS or UTR. As a result, UXT 5'-UTR, dsx CDS, and Nach-like CDS, which were within HDR, clearly indicated larger Fst than the others.
Supplementary Tables   table S1. Statistics of sequenced read data. 
